. 
B.
TAZ immunofluorescence cell lines were obtained from American Type Culture Collection (ATCC). These cell lines were authenticated using the University of Arizona Genetics Core. IMP3, SLUG, TAZ and WNT5B-depleted cell lines were generated by infecting cells with pLKO.1 based lentiviruses expressing the corresponding shRNAs and subsequent selection in puromycin (1-2µg/mL).
IMP3 and SLUG expression constructs were generated as described previously (Samanta et al., 2016) . A WNT5B expression vector (pCDNA-WNT5B #35912) was purchased from Addgene (Cambridge, MA). Transient transfection of IMP3, SLUG and WNT5B was performed using
Fugene-6 reagent. An shRNA resistant IMP3-expression construct was generated as described previously (Samanta et al., 2013) . A constitutively active TAZ expression vector (4SA-TAZ) was obtained from Dr. Bob Varelas (Boston University). Transfection of anti-miR145-5p was performed using Dharmafect-4 transfection reagent.
IMP3-specific guide RNAs (gRNA) were designed using the CHOPCHOP (https://chopchop.rc.fas.harvard.edu/) and cloned into Lenti-CRISPR-V2 plasmid (Addgene # 52961) following the published protocol Shalem et al., 2014) . Subsequent production of lentiviral particles of the gRNAs and transduction into the cells followed by puromycin selection was performed as mentioned elsewhere. A scrambled gRNA was also designed and used as control. The gRNA sequences are listed in Table S3 .
RNA-sequencing analysis: RNA-sequencing analysis was performed using total RNA extracted form control (shControl) and IMP3-depleted SUM-1315 cells. IMP3 was depleted using two different shRNAs (shIMP3-1 and shIMP3-2) and each sample was prepared in duplicate.
Sequencing was performed using Illumina HiSeq-2000 instrument in the deep sequencing core facility at University of Massachusetts Medical School. The sequencing library that was prepared from total RNA by the core facility can be used to detect mRNA, small RNAs and long-non-coding
RNAs. Raw reads were trimmed to remove the first 20 nucleotides using fastx_toolkit (v.0.0.14)
followed by alignment to the reference human genome (hg19) using TopHat (v.2.0.9) (Kim et al., 2013) .
Gene set enrichment analysis: Gene Set Enrichment Analysis (GSEA Laudanski et al., 2006; Palacios et al., 2007; Pasieka et al., 2006; Subramanian et al., 2005) This measure is useful to determine whether a gene is up-or down-regulated relative to the normal samples or all other tumor samples.
